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Link position 1 _Linked residue 1

Link type Protein 1 Sequence 1

Inter-protein ~ SPT5 GYIYVEAYKQTHVK a9
Inter-protein  RPB1 IKDILAKSK a7
Inter-protein ~ RPB1 HVNEDSQEKK a9
Inter-protein  RPB1 VELDRKHMTDR a6
Inter-protein ~ RPB1 LKELINISK a2
Inter-protein ~ SPT5 GYIYVEAYKQTHVK a9
Inter-protein  RPB2 GAKPGVTK a3
Inter-protein  RPB1 AMQKSGRPLK a4
Inter-protein ~ SPT5 VVKEVANLKPK a3
Inter-protein ~ SPT5 EVANLKPK a6
Inter-protein ~ RPB1 AMQKSGRPLK a4
Inter-protein ~ SPT5 GYIYVEAYKQTHVK a9
Inter-protein ~ SPT5 GYIYVEAYKQTHVK a9
Inter-protein  RPB1 EKGHGGCGR a2
Inter-protein ~ SPT5 QTHVKQAIEGVGNLR ab
Inter-protein ~ RPB1 KPKTPSLTVFLLGQSAR a3
Inter-protein ~ SPT5 LGYWNQQMVPIKEMTDVLK al2
Inter-protein ~ SPT5 VVKEVANLKPK a9
Inter-protein ~ RPB1 HVNEDSQEKK a9
Inter-protein ~ SPT5 GYIYVEAYKQTHVK a9
Inter-protein  RPB2 SYKEQESKK a8
Inter-protein  RPB2 SYKEQESKK a3
Inter-protein  RPB2 IVATLPYIKQEVPIIIVFR a9
Inter-protein  RPB1 HVNEDSQEKK a9
Inter-protein  RPB2 KDSKYAYTGECR a4
Inter-protein ~ SPT5 VVSISSEHLEPITPTKNNK alé
Intra-protein ~ RPB1 LLVDSNNPKIK a9
Intra-protein ~ RPB1 KRLTHVYDLCK al
Intra-protein ~ RPB2 GAKPGVTKEK a8
Intra-protein ~ SPT5 IDYDRIKAR a7
Intra-protein ~ RPB1 KRLTHVYDLCK at
Intra-protein  RPB2 GAKPGVTKEKR a8
Intra-protein  RPB2 HGQKGTCGIQYR a4
Intra-protein  RPB1 LADIVKINNQLRR a6
Intra-protein  RPB2 GAKPGVTK a3
Intra-protein  RPB2 GAKPGVTKEK a8
Intra-protein  RPB2 GAKPGVTKEK a8
Intra-protein  RPB2 GAKPGVTKEKR a8
Intra-protein ~ RPB1 LTHVYDLCKGK a9
Intra-protein ~ SPT5 HLVLAGGSKPR a9
Intra-protein ~ RPB1 IKDILAK a2
Intra-protein ~ SPT5 IDYDRIKAR a7
Intra-protein ~ RPB2 DGKLAKPR a3
Intra-protein ~ RPB1 VVVENGELIMGILCKK als
Intra-protein  RPB2 GAKPGVTKEK a8
Intra-protein  RPB2 NLLKEVR a4
Intra-protein  RPB2 HGQKGTCGIQYR a4
Intra-protein  RPB1 LLVDSNNPKIK a9
Intra-protein ~ SPT5 LFDAEKIR ab
Intra-protein ~ RPB2 GAKPGVTKEK a8
Intra-protein  RPB2 KGFDQEEVFEKPTR at
Intra-protein ~ SPT5 FAVALDSEQNNIHVKDIVK als
Intra-protein ~ RPB1 HVNEDSQEKK a9
Intra-protein  RPB1 VELDRKHMTDR a6
Intra-protein  RPB1 LADIVKINNQLR aé
Intra-protein  RPB1 RVQFGVLSPDELKR ai3
Intra-protein  RPB1 ILNDARDKTGSSAQK a8
Intra-protein  RPB1 ILNDARDKTGSSAQK a8
Intra-protein ~ RPB1 KRLTHVYDLCK at
Intra-protein  RPB1 EKGHGGCGR a2
Intra-protein ~ SPT5 IDYDRIKAR a7
Intra-protein  RPB1 TYQDIQNTIKK alo
Intra-protein ~ RPB1 EKGHGGCGR a2
Intra-protein  RPB2 ICRPLLIVEKQK al0
Intra-protein ~ RPB2 GAKPGVTK a3
Intra-protein ~ RPB2 TVIKEGEEQLQTQHQKTFIGK alé
Intra-protein  RPB1 SGLELYAEWKHVNEDSQEK al0
Intra-protein  RPB1 KAKQDVIEVIEK al
Intra-protein  RPB2 KDSKYAYTGECR a4
Intra-protein ~ RPB2 [ISDGLKYSLATGNWGDQKK a7
Intra-protein ~ RPB2 GMFKNLLK a4
Intra-protein ~ RPB1 MSVTEGGIKYPETTEGGRPK a9
Intra-protein ~ RPB1 KRLTHVYDLCK at
Intra-protein  RPB1 ILNDARDKTGSSAQK a8
Intra-protein ~ RPB1 INISQVIAVVGQQNVEGKR als
Intra-protein  RPB2 IVATLPYIKQEVPIIIVFR a9
Intra-protein ~ RPB1 IKDILAK a2
Intra-protein  RPB1 VQFGVLSPDELKR al2
Intra-protein ~ SPT5 MSLKDWFAK a4
Intra-protein  RPB2 GAKPGVTKEKR a8
Intra-protein  RPB2 KDSKYAYTGECR a4
Intra-protein  RPB1 KAKQDVIEVIEK a3
Intra-protein  RPB2 MATNTVYVFAKK att
Intra-protein ~ RPB1 GSKINISQVIAVVGQQNVEGK a3
Intra-protein ~ SPT5 FIAYQFTDTPLQIKSVVAPEHVK al4
Intra-protein  RPB1 LLVDSNNPKIK a9
Intra-protein  RPB2 GAKPGVTKEKR a3
Intra-protein  RPB1 HVNEDSQEKK a9
Intra-protein  RPB11 SQLLKDPQVLFAGYKVPHPLEHK als
Intra-protein ~ RPB1 KPKTPSLTVFLLGQSAR a3
Intra-protein ~ RPB1 GSKINISQVIAVVGQQNVEGK a3
Intra-protein ~ RPB1 GKNICEGGEEMDNKFGVEQPEGDEDLTK a2
Intra-protein  RPB2 GKDFNLELAIK a2
Intra-protein ~ SPT5 DIVKVIDGPHSGR a4
Intra-protein ~ RPB1 YGEDGLAGESVEFQNLATLKPSNK a20
Intra-protein  RPB1 HVNEDSQEKK a9
Intra-protein  RPB2 MATNTVYVFAKK att
Intra-protein ~ RPB2 EGEEQLQTQHQKTFIGK al2
Intra-protein ~ RPB2 GAKPGVTKEKR a3
Intra-protein  RPB11 DPQVLFAGYKVPHPLEHK al0
Intra-protein  RPB11 DTKVPNACLFTINKEDHTLGNIIK al4
Intra-protein ~ RPB11 SQLLKDPQVLFAGYKVPHPLEHK als
Intra-protein ~ RPB1 CIESNMLTDMTLQGIEQISKVYMHLPQTDNKK a20
Intra-protein ~ RPB1 CIESNMLTDMTLQGIEQISKVYMHLPQTDNK  a20
Intra-protein ~ RPB1 FHPKPSDLHLQTGYKVER als
Intra-protein ~ RPB2 YSLATGNWGDQKK al2
Intra-protein  RPB1 THSTHPDDEDSGPYKHISPGDTK als
Intra-protein  RPB1 EKGHGGCGR a2
Intra-protein ~ SPT5 ETFQVLNMYGKVVTVR att
Intra-protein  RPB1 VYMHLPQTDNKK al
Intra-protein  RPB1 YGEDGLAGESVEFQNLATLKPSNK a20
Intra-protein ~ SPT5 FAVALDSEQNNIHVKDIVK als
Intra-protein ~ SPT5 DIVKVIDGPHSGREGEIR a4
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Protein 2 Sequence 2 Link position 2_Linked residue 2 M/z Charge XQuest Id-Score
RPB2 GAKPGVTK b3 327 649.106 4 41.92
RPB5 YFGIKR b5 186 484.796 4 41.51
RPB2 GAKPGVTK b3 327 527.781 4 37.8
RPB2 GGQGAKK b6 248 546.291 4 36.87
RPB2 DGKLAKPR b3 494 693.757 3 36.12
RPB1 HVNEDSQEKK b9 212 763.138 4 35.8
RPB1 KILLSPER b1 213 463.284 4 35.78
RPB2 KAHQAR b1 458 491.532 4 35.63
SPT4 SRDTAIKT b7 118 751.777 3 35.4
SPT4 SRDTAIKT b7 18 482.527 4 35.07
RPB2 SYKEQESK b3 815 563.550 4 35.03
RPB2 GAKPGVTKEKR b8 332 752.417 4 34.09
RPB2 GAKPGVTKEK b8 332 713.392 4 32.63
RPB5 TIKVYCQR b3 88 541.271 4 31.86
RPB2 GAKPGVTK b3 327 636.860 4 30.78
RPB2 DGKLAKPR b3 494 716.923 4 30.48
RPB1 HVNEDSQEKK b9 212 1215.276 3 30.44
SPT4 SRDTAIKT b7 18 451.470 5 30.42
RPB2 KAHQAR b1 458 516.017 4 30.31
RPB2 GAKPGVTKEKR b10 334 602.135 5 29.37
SPT5 KFKRPPQR b1 331 464.861 5 29.05
SPT5 FKRPPQR b2 333 439.243 5 28.75
SPT5 QTHVKQAIEGVGNLR b5 236 1000.585 4 28.21
RPB2 SYKEQESK b3 815 588.037 4 27.97
RPB1 HVNEDSQEKK b9 212 707.835 4 27.42
RPB1 YSPTSPKYSPTSPK b7 1866 943.246 4 25.37
RPB1 DILAKSK b5 132 538.821 4 44.93
RPB1 DILAKSK b5 132 586.833 4 43.47
RPB2 YAKEVLQK b3 340 426.850 5 43.36
SPT5 DWFAKR b5 328 528.037 4 42.71
RPB1 IKDILAKSK b7 132 517.903 5 41.71
RPB2 YAKEVLQK b3 340 762.779 3 41.4
RPB2 HMVDDKIHSR b6 1058 556.677 5 41.09
RPB1 AMQKSGRPLK b4 331 468.444 6 40.76
RPB2 RIKYAK b3 337 558.342 3 40.65
RPB2 IKYAKEVLQK b5 340 475.085 5 40.49
RPB2 GGQGAKK b6 248 450.012 4 40.44
RPB2 IKYAKEVLQK b5 340 506.306 5 40.33
RPB1 TMKVLR b3 105 555.308 4 40.16
SPT5 SFAFLHCKK b8 627 603.086 4 40.15
RPB1 SKGQPK b2 134 527.991 3 39.65
SPT5 LFDAEKIR b6 344 760.092 3 39.61
RPB2 KAHQAR b1 458 433.755 4 39.48
RPB1 SMVVSGAKGSK b8 775 748.159 4 39.34
RPB2 RIKYAK b3 337 483.293 4 39.17
RPB2 KAHQAR b1 458 430.506 4 39.05
RPB2 LKHMVDDK b2 1052 632.571 4 38.97
RPB1 SKGQPK b2 134 506.296 4 38.91
SPT5 DWFAKR b5 328 651.020 3 38.89
RPB2 IKYAKEVLQK b2 337 475.085 5 38.19
RPB2 SYKEQESK b3 815 712.103 4 37.82
SPT5 SFAFLHCKK b8 627 854.454 4 37.41
RPB1 VHEIFKR b6 226 760.398 3 37.14
RPB1 AKDILCR b2 1155 603.818 4 36.96
RPB1 AMQKSGRPLK b4 331 883.845 3 36.81
RPB1 VHEIFKR b6 226 678.135 4 36.58
RPB1 KAKQDVIEVIEK b3 710 628.950 5 36.53
RPB1 KAKQDVIEVIEK b1 708 785.936 4 36.49
RPB1 LLVDSNNPKIK b9 125 562.918 5 36.32
RPB1 IKDILAK b2 127 474.510 4 36.01
SPT5 KFKRPPQR b1 331 469.474 5 35.8
RPB1 DKTGSSAQK b2 751 804.086 3 35.16
RPB1 SKGQPK b2 134 580.294 3 35.03
RPB2 LLLKKR b4 636 481.710 5 35.03
RPB2 KAHQAR b1 458 535.646 3 34.87
RPB2 FEQIYLSKPTHWER b8 95 1104.078 4 34.7
RPB1 KILLSPER b1 213 671.751 5 34.55
RPB1 DKTGSSAQK b2 751 820.118 3 34.35
RPB2 GGQGAKK b6 248 565.783 4 34.34
RPB2 TFIGKIPIMLR b5 151 724.805 5 34.28
RPB2 KAHQAR b1 458 450.260 4 34.07
RPB1 RVQFGVLSPDELKR b13 32 784.414 5 33.75
RPB1 SKGQPK b2 134 554.307 4 33.68
RPB1 TYQDIQONTIKK b10 707 619.331 5 33.64
RPB1 KPKTPSLTVFLLGQSAR b3 1135 807.266 5 33.54
RPB2 GAKPGVTK b3 327 777.473 4 33.48
RPB1 SKGQPKK b2 134 428.270 4 33.32
RPB1 VHEIFKR b6 226 639.110 4 33.15
SPT5 LFDAEKIR b6 344 564.304 4 33.12
RPB2 RIKYAK b3 337 696.086 3 33.09
RPB2 KSAIGQR b1 249 594.302 4 32.92
RPB1 DKTGSSAQK b2 751 492.474 5 32.71
RPB2 DSKYAYTGECR b3 214 715.597 4 32.66
RPB1 TGSSAQKSLSEYNNFK b7 758 1017.283 4 31.91
SPT5 GYIYVEAYKQTHVK b9 231 894.280 5 31.79
RPB1 EKGHGGCGR b2 179 584.561 4 31.78
RPB2 IKYAKEVLQK b5 340 632.629 4 31.57
RPB1 TMKVLR b3 105 525.281 4 31.45
RPB11 KITINKDTK b6 23 769.237 5 31.31
RPB1 LKELINISK b2 1125 760.208 4 31.21
RPB1 SLSEYNNFKSMVVSGAK b9 767 1042.303 4 31.21
RPB1 LLVDSNNPKIK b9 125 1126.545 4 31.01
RPB2 IYAQKFIDR b5 421 635.356 4 30.87
SPT5 HLVLAGGSKPR b9 650 533.706 5 30.78
RPB1 VIFPTGDSKVVLPCNLLR b9 976 1183.869 4 30.53
RPB1 EKGHGGCGR b2 179 577.774 4 30.13
RPB2 DGKLAKPR b3 494 599.336 4 29.91
RPB2 FEQIYLSKPTHWER b8 95 993.755 4 29.85
RPB2 YAKEVLQK b3 340 572.335 4 29.71
RPB11 DTKVPNACLFTINK b3 26 767.409 5 29.53
RPB11 VPHPLEHKIIIR b8 70 866.879 5 29.4
RPB11 DTKVPNACLFTINK b3 26 1101.346 4 29.31
RPB1 AKDILCR b2 1155 956.479 5 29.25
RPB1 AKDILCR b2 1155 930.865 5 29.01
RPB1 GNLMGKR b6 357 613.729 5 28.99
RPB2 GMFKNLLK b4 409 639.588 4 28.94
RPB1 KFRFDYTNER b1 919 1009.221 4 28.57
RPB1 VHEIFKR b6 226 405.412 5 28
SPT5 LFDAEKIR b6 344 753.911 4 27.99
RPB1 KIITEDGEFK b1 1319 581.510 5 27.91
RPB1 KFRFDYTNER b1 919 816.804 5 27.85
SPT5 HLVLAGGSKPR b9 650 858.723 4 27.66
SPT5 HLVLAGGSKPR b9 650 812.952 4 26.09

Supplementary Table 1 | Pol Il EC-DSIF protein-protein crosslinks. List of observed Pol Il EC-DSIF protein-protein crosslinks. Inter-protein crosslinks are listed first, followed by intra-protein crosslinks. Within these categories,
crosslinks are listed in order of decreasing Id-Score. Crosslink precursor ions with unique M/z values were treated as unique crosslinks in the analysis.
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